Simulated distribution of the difference ( )
The simulation was applied in the case of Fig. 1D 
Histogram of the difference (D) for observed/simulated values
The simulation was applied in the case of Fig. 1A , Fig. 1C and Fig. 1D with equal frequency, following the same procedure as in Supplemental Fig. 2 . The simulation results were combined and the frequency for each bin was calculated. In this simulation, the number of BC1 offspring (N) was 20 (10 for sterile and 10 for wild type) and 100 (50 for sterile and 50 for wild type), which correspond to cases for FLcDNA and RNA-Seq SNPs and the case for RAD-Seq SNPs, respectively.
Supplemental Fig. 6 .
Regression of the distance to MS1 on Dav
The coefficients of the model was estimated with R (R core team 2015), which showed the coefficients of 47.34 and -89.35 for intercept and Dav, respectively, and the F-statistic: 8.337 on 1 and 14 degree of freedom with P value of 0.01194. 
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